Our studies indicated that Cucumis hystrix Chakr. (2n = 2x = 24) is the first wild C,,cumis species with Asiatic origin with a base chromosome number x = 12. Randomly amplified polymorphic DNA (RAPD) markers were used to study the taxonomic placement of C. hystrix and its interspecific hybrid with cucumber. Thirtyone accessions were clustered into two main groups (CS and CM). The successful production of the amphidiploid (2n = 4x = 38) from the cross between C. hystrix and C. sativus and subsequent chromosome doubling, provided us with an effective way of investigating the relationship between Cucumis species with two different basic chromosome numbers.
INTRODUCTION
The current systemic system Cucumis was proposed by Kirkbride (1993) , which includes two distinct subgenera with different geological origins and basic chromosome numbers. Subgen. Me/u, the mainly African group (x = 12), includes 30 species that grouped into six series: Humi/ructuosi, Me/u, Hirsuti, Metu/itrus, Angurioidei, and Myriocarpi; Subgenus Cucumis, the Asian group (x = 7), consists of two species: C. sativus with three varieties and C. hystrix.
C. hystrix was placed under Subgenus Cucumis only based on its morphological resemblance with cucumber. It is cross compatible with cucumber, but it has 24 chromosomes, the same as in melon. The objective of this study was to investigate the taxonomic position of C. hystrix by molecular markers, e.g, simple sequence repeat (SSR), randomly amplified polymorphic DNA (RAPD) markers and to use this information in modifying the taxonomic system of Cucumis and interpreting the evolutionary relationships during speciation.
DISCUSSION
Taxonomic Placement of C. hystrix Chakr.
Isozyme patterns (Chen et al., 1995) suggest the phylogenetic relationship between C. hystrix and C. sativus is closer than that between C. hystrix and C. melo, even though C. hystrix and C. melo possess the same number of chromosomes. Based on the dendrogram of SSR and RAPD, twenty-two accessions were clustered into two main groups (Zhuang et al., 2006) . One group (CS) consisted of eleven C. sativus genotypes, C. hytivus and C. hystrix, the other group (CM) included six C. me/u genotypes and C. metulijerus. The genetic distance (GD) values between C. hystrix and C. sativus ascribed by SSR and RAPD matrices was 0.59 and 0.57, respectively. The GDs are smaller than between C. hysirix and C. melo 0.87 and 0.70, respectively. This result is in agreement with the previous studies. Furthermore, based on simple sequence repeat (SSR) markers and RAPD variation, C. hystrix was closely related to C. salivus var. hardwichii (GD = 0.64 and 0.54). Chuang et al. (2005) hypothesize that C. hystrix is a progenitor species of C. sativus, or that they at least share a common ancestral lineage.
